GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: August 15, 2003, 11:26:24 ; Search time 479 Seconds 

(without alignments) 
7495.308 Million cell updates/sec 

Title: US-09-935-757-1 
Perfect score: 1330 

Sequence: 1 accagtggagccgttgccat tcacctttcagcagacgccg 1330 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 2552756 seqs, 1349719017 residues 

Total number of hits satisfying chosen parameters: 5105512 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : NJ3eneseq_19 Jun03 : * 

1 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1980 . DAT : * 

2 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1981 . DAT: * 

3 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1982 . DAT: * 

4 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1983. DAT: * 

5 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA198 4 . DAT: * 

6 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1985 . DAT : * 

7 : /SIDS1/ gcgdata/ genes eq/ geneseqn-embl/NAl 98 6 . DAT : * 

8 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1987 . DAT: * 

9 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1988 . DAT : * 

10 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1989 . DAT : * 

11 : /SIDS1/ gcgdata/ gene seq/ geneseqn-embl/NAl 9 90 . DAT : * 

12 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1991 . DAT : * 

13 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1992 . DAT : * 

14 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1993 . DAT : * 

15 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1994 . DAT : * 

16: /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1995 . DAT: ** 

17 : /SIDS1/ gcgdata/ gene seq/ geneseqn-embl/NAl 996 . DAT : * 

18 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1997 . DAT: * 
19 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1998 . DAT : * 
20 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA1999 . DAT : * 
21 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA2000 . DAT: * 
22 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA2001A. DAT: * 
23: /SIDS1/ gcgdata/ geneseq/geneseqn-embl/NA2001B . DAT: * 
24 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA2002 . DAT: * 
25 : /SIDSl/gcgdata/geneseq/geneseqn-embl/NA2003 . DAT : * 

Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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ALIGNMENTS 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 



August 15, 2003, 11:16:33 ; Search time 474 Seconds 

(without alignments) 
6279.453 Million cell updates/sec 



US-09-935-757-1 
Perfect score: 1330 

Sequence: 1 accagtggagccgttgccat tcacctttcagcagacgccg 1330 

Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



1504479 seqs, 1118970152 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



3008958 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



Published_Applications_NA: * 

/cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 
/cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 
/cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB.seq: * 
/cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq: * 
/cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
/cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US09_NEW_PUB . seq: * 
/cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq: * 
/cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq: * 
/cgn2_6/ptodata/2/pubpna/US60_PUBCOMB. seq: * 
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Pred..No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Seguence : 



August 15, 2003, 11:16:17 ; Search time 129 Seconds 

(without alignments ) 
4550.694 Million cell updates/sec 

US-09-935-757-1 
1330 

1 accagtggagccgttgccat tcacctttcagcagacgccg 1330 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 569978 seqs, 220691566 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1139956 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA: * 

1: /cgn2_6/ptodata/2/ina/5A_COMB.seq: * 

2 : /cgn2_6/ptodata/2/ina/5B_COMB. seq: * 

3: /cgn2_6/ptodata/2/ina/6A__COMB.seq: * 

4 : /cgn2_6/ptodata/2/ina/6B_COMB.seq: * 

5 : /cgn2_6/ptodata/2/ina/PCTUS_COMB. seq: * 

6: /cgn2__6/ptodata/2/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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